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Figure S1: Additional control experiments in PC3 and NCI-H23 cells. a) Immunofluorescence using ALKBH3 antibody in PC3 cells expressing an ALKBH3 shRNA or a control shRNA. The ALKBH3 immunofluorescence signal was enhanced in the right panel. b) ChIP experiment in PC3 cells measured on 2 additional ALKBH3 targets (see Figure 1F ) and the GAPDH promoter as negative control. c) Quantitative expression analysis of inflammatory genes upon knockdown of ALKBH3 in NCI-N23 lung cancer cells. Data were normalized to GAPDH. d) ALKBH3 ChIP in NCI-H23 cells show enrichment of ALKBH3 at some of its targets, found in PC3 cells. Genes with at least one bound ETS transcription factor are significantly more active than genes without ETS factor (p-value = 0), suggesting that upregulation of ETS transcription factors in prostate cancer increases the global gene expression level. c) Group I promoters are typically targeted by more ETS factors than other promoters. d) In prostate cancer cells, the ALKBH3 gene promoter is occupied by at least five ETS transcription factors. The ALKBH3 gene promoter possesses an ETS transcription factor binding motif 90 bp upstream from the TSS.
Figure S3: Detailed analysis of ALKBH3 bound promoter with comparison of group I and group II promoters. a-e;g-i)
Same Analysis as in Figure 2 , but here the two groups of ALKBH3 bound promoters were investigated separately and ALKBH3-unbound promoters were added as additional group. Group I promoters are generally in a more active state compared to group II promoters. f) Five genes were randomly selected from each promoter group and expression levels in PC3 cells were quantitatively measured by qPCR. The results show a similar trend as the microarray data. For each investigated feature presented in Figure 5a the ChIP-Seq tags were counted for each individual promoter (-1000/+1000). The whisker blots represents the distribution of those tags in each promoter group (from left: all promoters, Group II promoters, Group I promoters) with the lower quartile, median and upper quartile of the data and with 5% and 95% whiskers. The red line connects the mean tag number. The number in the plots indicates the p-value for a student's t-test between group I and group II. 
